Previous genome-scale studies of populations living today in Ethiopia have found evidence of 1 recent gene flow from an Eurasian source, dating to the last 3,000 years 1,2,3,4 . Haplotype 1 2 and genotype data based analyses of modern 2,4 and ancient data (aDNA) 3,5 have considered 3 Sardinia-like proxy 2 , broadly Levantine 1,4 or Neolithic Levantine 3 populations as a range of 4 possible sources for this gene flow. Given the ancient nature of this gene flow and the extent 5 of population movements and replacements that affected West Asia in the last 3000 years, 6 aDNA evidence would seem as the best proxy for determining the putative population source. 7 We demonstrate, however, that the deeply divergent, autochthonous African component which 8 accounts for ∼50% of most contemporary Ethiopian genomes, affects the overall allele frequency 9 spectrum to an extent that makes it hard to control for it and, at once, to discern between 10 subtly different, yet important, Eurasian sources (such as Anatolian or Levant Neolithic ones).
all other Ethiopian populations ( Figure S7 and Table S1 ) and did not change when considering 66 alternative combinations of deconvoluted components ( Figure 2) . Given that our ability to 67 pinpoint the actual source of the NAF component is inherently limited by the availability of 68 ancient and modern populations, we used qpGraph (Supplementary Figures S8,S9 and S10) and 69 qpAdm to model NAF as a mixture of the major axes of genetic diversity that best described Table S2 and Supplementary Figure S11 with Anatolian-rich ancestry has just been recently detected in Iron Age Levant, appearing 97 and disappearing from the archaeological record within a range of few centuries 13 . Our results 98 offer a solution to this disappearance, given that their signal may have become erased as a 99 consequence of major warfare after 1000 BCE 14 , bringing these genetic components towards 100 Ethiopia and North Africa.
101
In conclusion, our work shows that when the mixing components are deeply differentiated, such 102 as in the case of contemporary Ethiopians, ancestry deconvolution increases the sensitivity of 103 allele sharing tests and enables to fully exploit the high quality of modern genomes. 
Dataset and Samples

111
We merged different datasets available containing both ancient and modern DNA, African 112 and Eurasian populations from the following publications 15, 16, 17, 3, 18, 19, 20, 21, 5, 22, 23, 24, 25, 26, 27, 28 .
113
Northeast African populations whole-genome sequences were taken from Pagani 2015 7 , and 114 included 5 modern Ethiopian populations: Amhara, Gumuz, Oromo, Somali and Wolayta. We 
